Key indicators: single-crystal X-ray study; T = 293 K; mean (C-C) = 0.003 Å; R factor = 0.025; wR factor = 0.058; data-to-parameter ratio = 14.2.
The title compound, {[NiCl 2 (C 5 H 6 N 2 )(C 3 H 7 NO)]ÁC 3 H 7 NO} n , is a two-dimensional polymer in which the Ni II atom is coordinated by two N atoms from two 3-aminopyridine ligands, one O atom from a dimethylformamide (DMF) group, one terminal Cl and two bridging Cl atoms in a distorted octahedral geometry. The Ni II atoms are bridged by the 3-aminopyridine ligands [NiÁ Á ÁN = 6.7048 (3) Å ] and Cl À atoms [NiÁ Á ÁN = 3.5698 (3) Å ], forming (4,4) two-dimensional nets. The DMF solvent molecule and the non-bridged Cl À ions participate in N-HÁ Á ÁO and N-HÁ Á ÁCl hydrogen bonds with the amino groups. 
Related literature

Experimental
Crystal data [NiCl 2 (C 5 Table 1 Hydrogen-bond geometry (Å , ). The synthesis of metal coordination polymers has been a subject of intense research due to their interesting structural chemistry and potential applications in gas storage, separation, catalysis, magnetism, luminescence, and drug delivery (Kitagawa et al., 2004) . Roles of anion, solvent and ligand comformations in self-assembly of coordination complexes containing polydentate nitrogen ligands are very intersting (Chiang et al., 2008; Yeh et al., 2008; Hsu et al., 2009; Yeh et al., 2009 ). In the past, the 3-aminopyridine ligands have been subjected to many studies of its coordination ability to structure chemistry (Zhu et al., 2002; Lah & Leban, 2005; Lah & Leban, 2006; Kochel, 2006; Wu et al., 2005; Qian et al., 2006) 
An aquous solution (5.0 ml) of nickel chloride (1.0 mmol) was layered carefully over a mixed CH 3 OH/DMF solution (5.0 ml, 1:1) of 3-aminopyridine (1.0 mmol) in a tube. Green crystals were obtained after several weeks. These were washed with methanol and collected in 72.8% yield.
Refinement
H atoms bound to C atoms were placed in idealized positions and constrained to ride on their parent atoms, with C-H = 0.93 -0.96 A, and with U iso (H) = 1.2 or 1.5 U eq (C). The amine hydrogen atoms (H2NA and H2NB) was freely refined.
Computing details
Data collection: APEX2 (Bruker, 2010); cell refinement: SAINT (Bruker, 2010); data reduction: SAINT (Bruker, 2010);
program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: DIAMOND (Brandenburg, 2010) ; software used to prepare material for publication: SHELXL97 (Sheldrick, 2008 
